A bacterial strain, PSGM2-16 T , was isolated from a pot of paddy soil grown with rice in Suwon region, Republic of Korea, and was characterized as having aerobic, Gram-stain-positive, shortrod-shaped cells with one polar flagellum. 
checked. Gram staining was tested with the Difco Gram staining kit according to the manufacturer's instructions. The temperature and pH ranges for growth were examined in R2A broth at 5, 10, 15, 20, 25, 28, 30, 35, 37 and 40 8C, and pH 4-11 (at intervals of 1 pH unit), respectively. The pH was adjusted with HCl (for pH 4.0), 0.2 M citrate/ phosphate buffer (pH 5.0 and 6.0), 0.05 M Tris/HCl (pH 8.0 and 9.0) (Breznak & Costilow, 1994) or NaOH (pH 10.0 and 11.0). NaCl tolerance was tested in R2A broth supplemented with 0, 1, 2, 3 and 5 % NaCl (w/v). Hydrolytic activities for casein (5 %, w/v), CM-cellulose (1 %, w/v), chitin (1 %, w/v), hypoxanthine (0.5 %, w/v), starch (1 %, w/v), Tween 80 (1 %, w/v), L-tyrosine (0.1 %, w/v) and xanthine (0.5 %, w/v) were examined after adding each substrate into R2A medium. DNA hydrolysis was observed on DNase test agar (Difco). Catalase and oxidase activities were checked by bubble production in 3 % (v/v) hydrogen peroxide solution and a colour shift in 1 % (w/v) tetramethyl-p-phenylenediamine (bioMérieux), respectively. Commercial API 20NE, API ID 32GN and API ZYM strips (bioMérieux) were used in duplicate for testing other physiological properties, utilization of various substrates and enzyme activities according to the manufacturer's protocols. Results from API 20NE and API ID 32GN test strips were recorded after incubation for 7 days, and API ZYM test strips were checked after incubation for 4 h. The results of the physiological characterization are given in Table 1 and the genus and species descriptions. The morphology of strain T is shown in Fig. S1 (available in the online Supplementary Material).
The 16S rRNA gene sequence of strain T was amplified with a universal primer set, 9F and 1512R (Weisburg et al., 1991) , and the amplified fragment was sequenced by Genotech (Daejeon, Republic of Korea). A 1467 bp length of the 16S rRNA gene sequence was obtained. Using the database of the EzTaxon-e server (Kim et al., 2012) , we calculated the sequence similarities of strain T with related taxa. The 16S rRNA gene sequence of strain T and the sequences of related taxa retrieved from the EzTaxon-e server were aligned using the SILVA incremental aligner (Pruesse et al., 2012) . Phylogenetic trees were reconstructed by three tree-generating algorithms that are programmed in the MEGA5 software package (Tamura et al., 2011) : neighbour-joining (Saitou & Nei, 1987) , maximum-parsimony (Fitch, 1971) and maximum-likelihood (Felsenstein, 1981) . The robustness of the phylogenetic trees was calculated by bootstrap analyses based on 1000 random resamplings of the sequences. Strain T showed the highest 16S rRNA gene sequence similarities with Knoellia locipacati DMZ1 T (97.4 %), Fodinibacter luteus YIM C003 T (97.2 %) and Lapillicoccus jejuensis R-Ac013 T (97.0 %), and revealed ,97.0 % sequence similarity with all other taxa with validly published names in the family Intrasporangiaceae. The neighbour-joining tree showed that strain PSGM2-16
T formed a subgroup with Ornithinibacter aureus HB09001 T and F. luteus YIM C003 T within the family Intrasporangiaceae, which was also supported by maximum-parsimony and maximum-likelihood trees (Fig. 1) . However, K. locipacati DMZ1 T , which shared the highest 16S rRNA gene sequence similarity with strain PSGM2-16 T , was positioned on another subgroup separate from the one including strain PSGM2-16 T .
For cellular fatty acid analysis, cells were grown on R2A at 28 8C for 48 h to the exponential stage of growth. Cellular fatty acids were extracted, methylated and separated by gas chromatography (model 6890; Hewlett Packard) according to the protocol of the Sherlock Microbial Identification System (MIDI; Sasser, 1990) . Fatty acid methyl esters were identified and quantified using the TSBA 6 database (version 6.10) of the Sherlock Microbial Identification System. Menaquinones and polar lipids were extracted and analysed using cells grown on R2A agar at 28 8C according to the method of Minnikin et al. (1984) . For detection of polar lipids, plates were sprayed with molybdatophosphoric acid (for total lipids), phosphomolybdic acid (for phospholipids), ninhydrin (for aminolipids) and a-naphthol/sulfuric acid reagent (for glycolipids). For peptidoglycan analysis, cell biomass was obtained by cultivating the strain in liquid NBRC medium 802 [1.0 % polypeptone (Wako), 0.2 % yeast extract, 0.1 % MgSO 4 .7H 2 O; pH 7.0] on a rotary shaker for 72 h at 28 8C. Amino acids and the isomers in cell-wall hydrolysates were analysed as described by Hamada et al. (2012) . The DNA G+C content was determined with the fluorimetric method (Gonzalez & Saiz-Jimenez, 2002 ) using SYBR Green 1 and a real-time PCR thermocycler (BioRad). The fatty acids of strain PSGM2-16 T (.1 % of the total fatty acids) were iso-C 16 : 0 (30.1 %), C 17 : 1 v8c (27.7 %), iso-C 14 : 0 (14.9 %), C 17 : 0 (5.5 %), iso-C 15 : 0 (4.8 %), C 18 : 1 v9c (3.3 %), anteiso-C 15 : 0 (2.7 %), iso-C 18 : 0 (2.1 %), summed feature 3 (C 16 : 1 v6c and/or C 16 : 1 v7c; 1.6 %), summed feature 6 (C 19 : 1 v11c and/or C 19 : 1 v9c; 1.5 %), C 17 : 0 10-methyl (1.4 %) and anteiso-C 17 : 0 (1.3 %). The predominant menaquinone was MK-8(H 4 ). The polar lipids present were diphosphatidylglycerol (DPG), phosphatidylethanolamine (PE), phosphatidylinositol (PI), three unknown aminophospholipids (APLs) and two phospholipids (Fig. S2) . The peptidoglycan of strain PSGM2-16 T contained glutamic acid (Glu), glycine (Gly), alanine (Ala), aspartic acid (Asp), meso-DAP and 3-OH-meso-DAP in the molar ratio of 1.0 : 1.1 : 1.8 : 1.0 : 0.3 : 0.2. Enantiomeric analysis of the amino acids revealed the presence of D-Ala, L-Ala, D-Asp, D-Glu, meso-DAP and 3-OH-meso-DAP. These data suggested that the cell-wall peptidoglycan of strain PSGM2-16 T was type A4c. The diagnostic diamino acid was meso-DAP. The genomic DNA G+C content of strain PSGM2-16 T was 70.0 mol%.
DNA-DNA hybridization was conducted as described by Seldin & Dubnau (1985) . Probes were labelled using the nonradioactive DIG High Prime DNA Labelling and Detection Starter kit II (Roche). The hybridized DNA was visualized using the DIG luminescent detection kit (Roche). 2  2  2  2  2  2  2  2  2  2  2  2  2 S.
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T and L. jejuensis R-Ac013 T were 38¡4 (reciprocal value, 33¡5), 32¡4 and 33¡4 %, respectively.
According to the phylogenetic tree (Fig. 1) , strain PSGM2-16 T was most closely related to type strains of F. luteus and Ornithinibacter aureus. However, strain PSGM2-16 T could be differentiated from the genus Fodinibacter on the basis of properties such as the major fatty acid and polar lipid compositions and the presence of a flagellum. Strain PSGM2-16 T could be separated from the genus Ornithinibacter based on the major fatty acid and polar lipid compositions, the diamino acid (meso-DAP versus L-Orn), the presence of a flagellum and cell morphology (Table 1) .
Based on the phenotypic and chemotaxonomic analysis, and the phylogenetic trees reconstructed from 16S rRNA gene sequences, we suggest that strain PSGM2-16
T represents a novel species of a new genus and propose the name Oryzobacter terrae gen. nov., sp. nov.
Description of Oryzobacter gen. nov.
Oryzobacter (O.ry.zo.bac9ter. Gr. n. oryza rice; N.L. n. bacter a rod-shaped bacterium; N.L. masc. n. Oryzobacter a rod-shaped bacterium from rice soil).
Cells are aerobic, Gram-stain-positive, flagellated, short rods and do not form endospores. The peptidoglycan structure is of type A4c with meso-DAP or 3-OH-meso-DAP as diagnostic diamino acid. The menaquinone present is MK-8(H 4 ). The major fatty acids are iso-C 16 : 0 , C 17 : 1 v8c and iso-C 14 : 0 . The polar lipids are DPG, PI, PE and APLs. A member of the family Intrasporangiaceae.
The type species is Oryzobacter terrae. Humibacillus xanthopallidus KV-663 T (AB282888)
Marihabitans asiaticum HG667 T (AB286025)

Kribbia dieselivorans N113 T (DQ372707)
Arthrobacter globiformis Oryzobacter terrae gen. nov., sp. nov.
Description of Oryzobacter terrae sp. nov.
Oryzobacter terrae (ter9rae. L. gen. n. terrae of/from soil).
Has the following characteristics in addition to those given in the genus description. Grows on R2A, TSA and NA. Cells are 0.5-0.7 mm in width and 1.2-2.3 mm in length. Colonies are convex, round and light orange. Grows between 10 and 35 uC and pH 6 and 11. Tolerates up to 3 % (w/v)NaCl. Catalase-positive and oxidase-negative. Hydrolyses casein, starch, Tween 80 and tyrosine, but not cellulose, chitin, DNA, hypoxanthine or xanthine. According to the API test kits, positive for nitrate reduction, aesculin hydrolysis, gelatin hydrolysis, alkaline phosphatase, esterase (C4), esterase lipase (C8), lipase (C14), leucine arylamidase, acid phosphatase, naphthol-AS-BI-phosphohydrolase, b-galactosidase, b-glucuronidase, a-glucosidase and b-glucosidase, but negative for indole production, glucose fermentation, arginine dihydrolase, urease, valine arylamidase, cystine arylamidase, trypsin, a-chymotrypsin, agalactosidase, N-acetyl-b-glucosaminidase, a-mannosidase and a-fucosidase. Assimilates D-glucose, L-arabinose, Dmannitol, N-acetylglucosamine, maltose, potassium gluconate, malic acid, D-ribose, inositol, sucrose, glycogen, salicin and L-histidine, but not D-mannose, capric acid, adipic acid, trisodium citrate, phenylacetic acid, L-rhamnose, itaconic acid, suberic acid, sodium malonate, sodium acetate, lactic acid, L-alanine, potassium 5-ketogluconate, 3-hydroxybenzoic acid, L-serine, melibiose, L-fucose, D-sorbitol, propionic acid, valeric acid, potassium 2-ketogluconate, 3-hydroxybutyric acid, 4-hydroxybenzoic acid or L-proline.
The type strain is PSGM2-16 T (5KACC 17299 T 5DSM 27137 T 5NBRC 109598 T ), isolated from a pot of paddy soil planted with rice in Suwon region, Republic of Korea. The genomic DNA G+C content of the type strain is 70.0 mol%.
